Supplementary Figure 1: Physiological characterization of NCD and HFD Il6ra
Δmyel mice. (a) Immunoblot of bone marrow-derived macrophages (BMDM) generated from control (Ctrl) or Il6ra
Δmyel mice (Il6ra -/-) that were stimulated with IL-6 (50 ng/ml) for the indicated time points (Blot is representative of three independent experiments). (b) body composition (n=6), (c) fat pad weight (n=10), (d) serum leptin concentration (n=8), (e) oxygen (O 2 ) consumption (n=6) and (f) daily caloric intake (n=8) of normal chow diet (NCD) Δmyel mice that were fasted for 6 hours (n=11 vs 10; *p≤0.05; unpaired student's t-test). (g) Triglyceride concentration in serum of HFD Ctrl and Il6ra
Δmyel mice that were fasted for 6 hours (n=11 vs 10; p=0.08; unpaired student's t-test). Tg/wt mice and macrophage autonomous effects of IL-6. qRT-PCR analyses of (a) WAT and (b) liver from HFD wildtype (WT) and conventional IL-6 knockout (Il6 -/-) mice (n=7 vs 7 *p≤0.05, **p≤0.01; unpaired student's t-test; Data is expressed as % of WT). qRT-PCR analyses of (c) WAT, (d) BAT and (e) liver from HFD-fed wildtype (WT) and heterozygous LysM-Cre (LysM-Cre Tg/wt ) mice (n=5vs5; Data is expressed as % of WT). (f) Representative Gene ontology analyses of the 15 highest scoring canonical pathways containing gene sets that were differentially expressed between Ctrl and Il6ra -/-bone marrow-derived macrophages (BMDM) after stimulation with IL-6 (50 ng/ml; 4 hours; Threshold 0.05; Fisher's Exact t-test). (g) qRT-PCR analyses of in Ctrl BMDM that were left untreated or stimulated with IL-6 (50 ng/ml; 4 hours; Representative data from three independent experiments, each in triplicates; ***p≤0.001; unpaired student's t-test; Data is expressed as % of NT). -/-BMDM that were left untreated or stimulated with IL-6 (50 ng/ml; 12 hours) and subsequently exposed to IL-4 (10 ng/ml) alone or IL-4 in combination with IL-6 for an additional 24 hours (n=6; *p≤0.05 vs Ctrl **p≤0.01 vs IL-4; 2-Way-ANOVA with Bonferroni's post-test; data is expressed as % of IL-4 Ctrl). 
